. Number of probe sets and probes, and average number of probes per probe set for all three masking approaches and the naive approach. Values are rounded to the first or second position after decimal point. Additionally, the number of probe sets falling in one of the following categories are listed: transcript-specific: probe sets targeting orthologs, not a↵ected by cross hybridization, and containing at least 3 probes; transcript-unspecific probe sets that can be separated in cross hybridization: probe sets a↵ected by cross hybridization and non-ortholog: probe sets targeting non-orthologs; no match: probe sets matching no transcript in A. thaliana or A. lyrata; and less than 3 probes: probe sets containing less than 3 matching probes in the 1mm approach, but at least 3 probes in the other approach. The 1mm approach retains a similar number of transcript-specific probe sets as the gDNA and the naive approach, but retains more transcript-specific probe sets than the 0mm approach. The 1mm approach aligns the sequences of the probes to the sequences of protein-coding transcripts of A. thaliana and A.
lyrata.
A probe set has no match if the probes do not match any transcript in A. thaliana or A. lyrata.
